A- B. SMARCB1 GENE c.

DNA | commAmA G CAGATT G BEATIE .G AREAR ;B GAT GBI CABEAGT ;T BEEART
amlnoac\d T
i ¥ ¥ b ¥ 7 GENOTYPE
CONSENSUS ECGGAACACG GGCGATGCGG ACCAGTGGTG CCCACTGCTG GAGACTCTGA WA A TRV R
ROUNT T SGIEDE A B DESQS W C P SIS EES T . WT (+/+) .AuummnlnuulmummuAlunu'.vm'nnm.n.
aaresidue 341 345 350 355 - 0 - § L i
SEQUENCE T . +iK3padel BEE-NOACHTC L o o
SMARCB1 DNA . . g g - g g < 2 ? e
K364del ssODN | | o : " (113 bp deletion)
Protein ¢ ” v 0 19
CONSENSUS CAGACGCTGA GATGGARAAR NNNATMCGCG AYCARGACAS GAACACGAGG
_ TEDu A NE BENEMES K @SSl R W DEoQeDd R ONT TR GENOTYPE
aa residue 360 365 370
SEQUENCE ﬂ_ e
SMARCB1 DNA TG G AAG: - C C oG-
Protein K +/K364del
K364del sSODN : Ao R
Protein fHindel
i 7 3 18 V. 1
CONSENSUS TACCCCTGGC CCTGTGGTCC TGGGCTCTGC CCACAGGCAC CTGGCTTTCC (113bp)
v pow P ¢ e P G P A P @ F yg Tyr Pro Trp Pro Cys WG Pro Gw_(vs Pro WGl Ala Pro HGlYS Phe Pro
aa residue g
SEQUENCE GENOTYPE
SMARCB1 DNA WT (+74)
K364del ssODN +/K364del
Protein
+/Indel
(113 bp)

*-denotes silent ssODN mutation
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ChlP-seq and ATAC-seq Signals aligned to merged SMARCA4 Peaks from WT and K364del Conditions in SAH cells
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